Supplementary Figure 5: In silico analysis of PARP1 binding to the MICA (a) and the
MICB promoter (b). Shown are potential binding sites for PARP1.
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CACCACCCTCTGCACATCTCTCAGGAACATCTAGACAGTATAACTTCCCCTGATACCAGGGTCTCCATGTCTAC TTTGTCCGACCTTTTCCCTCAGACCTCTCTCGAACCACAACATTACTTGGTACCCCTCGGCGGAGCAACCG
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